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FIG

Site Sequence

DOADITYEGRQKM
VLOAEVYGARLAA
ARLAAKYLDKELA
IEFEVVYVAPEVD
DDENVEYEDESGH

DESGHRYRLYLDELEG

ROS

GLANACYATHTLP
GAFGEVYEGTAVD
LLNEPQYIILELM
GGDLLTYLRKARM
ARMATFYGPLLTL
ISKGCVYLERMHEF
LVSVKDYTSPRIV

GLARDIYKNDYYRKRGEG

TLGHQPYPAHSNL
NLDVLNYVQTGGR
FFLNSIYKSRDEA
NREGLNYMVLATE
QEKQVAYCPSGKP
KPEGLNYACLTHS
CLTHSGYGDGSD.

POy
Position Sequence SH2

64

193

201

361 X

375 X
383,386

454

491

554

568

578

600

623 X ras-GAP,pLC-y,

pLC-y, Shp-2 (N)

X X X

641,645,646 GRB2

693

704 X

758

805 X Shp-2 (N), Shp-1, PI3K
854

865 X Shp-2 (N), Shp-1, PI3K
873

PTB

Mutant

Y554F

Y623F

Y805F

Y865F
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FIG-ROS Potential
B) Phosphorylation
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